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HCOO 1 ." with --S0 4 2 -, P0 4 3 ", CI' and HCOO*.--. ^* 

On page 119, on lines 13-17, after please replace "U.S. Patent 
App. Ser. No. 627,795 filed July 5, 1984, continuation filed June 4, 
1987 {serial no. not yet assigned) and Ser. No. 816,711 filed January 
7, 1986, which are both entitled ACCELERATED NUCLEIC ACID 
REASSOCIATION METHOD." with --U.S. Patent 5,132,207.--. 



In the Claims : j 

Please cancel claims 1-30 without prejudice to future 

prosecution. 

Please add claims as follows: 



33t>y (New) A method of selecting an oligonucleotide probe 
seqitefice able to distinguish one or more tardet species of a genus 
from at least one nontarget species belongii/g to said genus comprising 
the steps of : 

a) aligning a variable region present in nucleic acid of said one 
or more target species and nucleic acid of said at least one nontarget 
species to identify a variable sequence, /wherein said variable region 
is present in a target region corresponding to either 
bases 65-108 of E. coli 5S rRl^A/or the/encoding DNA; 
bases 60-105 of E. coli 16S rRNA or t#e encoding DNA; 
bases 120-150 of E. coli 16S rRNA or /the encoding DNA, 
bases 170-230 of E. coli 16S rRNA oij the encoding DNA, 
bases 405-490 of K. coli 16S rRNA dr the encoding DNA; 
bases 600-675 of E. coli 16S rRNA /or the encoding DNA 
bases 705-735 of E. coli 16S rRN# or the encoding DNA, 
bases 820-870 of E. coli 16S rRMA or the encoding DNA, 
bases 980-1060 of E. coli 16S tf*NA or the encoding DNA; 
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bases 1125-1155 of E. coli 16S rRNA or the encoding DNA; 
bases 1250-1290 of E. coli 16S rRNA or the encoding DNA; 
bases 270-405 of E. coli 23S rRNA or the encoding DNA; 
bases 535-575 of E. coli 23 S rRNA or the e/coding DNA; 
bases 1150-1200 of E. coli 23S rRNA or th£ encoding DNA; 
bases 1440-1620 of E. coli 23S rRNA or tjie encoding DNA; 
bases 1710-1750 of E. coli 23S rRNA or tfhe encoding DNA; and 
bases 2190-2335 of E. coli 23S rRNA or /the encoding DNA; and 

b) designing said oligonucleotide probe sequence so that a duplex 
formed between an oligonucleotide comprising said oligonucleotide 
probe sequence forms a probe: target duplex with nucleic acid from said 
one or more target species having a /higher T m than a probe :non- target 
duplex formed between sjai^d Jbligonuc/Leotide and -nucleic acid from said 
at least one non- target\ spjecies 



331. (New) The method of cLaim 330, wherein said target region 
corresponds to either bases 65-1^8 of E. coli 5S rRNA or the encoding 
DNA. 

332. (New) The method of/ claim 331, wherein said target region 
corresponds to bases 65-108 of E. coli 5S rRNA. 

/ / 

333. (New) The method /of claim 331 wherein said genus is 
Mycoplasma . 



334. (New) The methc/i of claim 332 wherein said genus is 
Mycoplasma . 
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335. (New) The method of claim 330, wherein ^aid target region 
corresponds to either bases 60-105 of E. coli 16jf rRNA or the encoding 
DNA. 

/ 

336. (New) The method of claim 335, wherein said target region 
corresponds to bases 60-105 of E. coli 16 Sr rRNA 

337. (New) The method of claim 33 j( therein said genus is 
Chlamydia . 



/ 



338. (New) The method of claim/336, wherein said genus is 
Chlamydia. 

/ 

339. (New) The mdttjod/ of clafim 330, wherein said target region 



corresponds to either \as<fc 120-/50 of E. coli 16S rRNA or the 
encoding DNA. 

/ 

340. (New) The method ot claim 33 9, wherein said target region 
corresponds to bases 120-150/of E. coli 16S rRNA. 

/ 

341. (New) The methogf of claim 33 9, wherein said genus is 
Neisseria. 

342. (New) The method of claim 341, wherein said target region 
corresponds to bases 125-150 of E. coli 16S rRNA. 

/ / 

343. (New) The method of claim 330, wherein said target region 
corresponds to eithef fc>ases 170-230 of E. coli 16S rRNA or the 
encoding DNA. 
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344. (New) The method of claim 343, wherein 
corresponds to bases 170-230 of E. coli 16S rRNA 



.id target region 



345. (New) The method of claim 343, wherein said genus is 
Mycobacterium and said target region corresponds to either bases 185- 
225 of E. coli 16S rRNA or the encoding DNi 



A 



346. (New) The method of claim 345,/ wherein said target region 
corresponds to bases 185-225 of E. coli/lSS rRNA. 



/ 



347. (New) The method of claim 3/43, wherein said genus is 
Chlamydia and said target region corresponds to either bases 175-210 
of E. coli 16S rRNA or the encoding/ DNA. 



tie meyt] 



/ 



348. (New)/ THe method of claim 347, wherein said target region 
corresponds to bas\s / /175-210 of p. coli ~L6S rRNA. 

349. (New) The method of yclaim 343, wherein said genus is 
Mycoplasma and said target region corresponds to either bases 190-230 
of E. coli 16S rRNA or the encoding DNA. 

/ 

350. (New) The method /of claim 349, wherein said target region 
corresponds to bases 190-2^0 of E. coli 16S rRNA. 

/ 

351. (New) The method of claim 330, wherein said target region 
corresponds to either hafes 405-4 90 of E. coli 16S rRNA or the 
encoding DNA. 

352. (New) The me/thod of claim 3 51, wherein said target region 
corresponds to bases 4D5-490 of E. coli 16S rRNA. 
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353. (New) The method of claim 351, wherein said genus is 
Mycoplasma and said target region corresponds ^to either bases 450-490 
of E. coli 16 S rRNA or the encoding DNA. 

354. (New) The method of claim 353, wherei/ said target region 
corresponds to bases 450-490 of E. coli 16^ 

355. (New) The method of claim 351, wrferein said genus is 
Neisseria and said target region corresponds to either bases 455-485 
of E. coli 16 S rRNA or the encoding DNA 



356. (New) The method of claim 3SS5, wherein said target region 
corresponds to bases 455-485 of E. cfli 16S rRNA. 

d 

357. (New) The methb^ of claim 330, wherein said target region 
corresponds to either bases y600-6/5 of E. coli 16S rRNA or the 
encoding DNA. 



358. (New) The method off claim 357, wherein said target region 
corresponds to bases 600-675 Jbf E. coli 16S rRNA. 



359. (New) The method/of claim 357, wherein said genus is 
Chlamydia and said target Aregion corresponds to either bases 600-635 
of E. coli 16 S rRNA or tip encoding DNA^, 

360. (New) The method of claim 359, wherein said target region 
corresponds to bases 6JD0-635 of E. coli 16S rRNA. 
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361. (New) The method of claim 33 0, wherein said target region 
corresponds to either bases 705-735 of E. coli 16S rRNA/or the 
encoding DNA . 



362. (New) The method of claim 361, wherein /aid target region 
corresponds to bases 705-735 of E, coli 16S rRNA 

/ 

363. (New) The method of claim 330, whe/ein said target region 
corresponds to either bases 820-870 of E. c<fli 16S rRNA or the 
encoding DNA. 



365. (New) The methop 
Chlamydia and said target 
of E . coli 16S rRNA or 



i \f claii 



en< 



364. (New) The method of claim 362!, wherein said target region 
corresponds to bases 82 0-870 of E. colfi 16S rRNA. 

/ 

363, wherein said genus is 
region corresponds to either bases 830-870 
Odii/q DNA. 

/ 

366. (New) The method of claim 365, wherein said target region 
corresponds to bases 830-870 of E. coli 16S rRNA. 

J 

367. (New) The method of claim 363, wherein said genus is 
Mycoplasma and said target region corresponds to either bases 820-860 
of E. coli 16S rRNA or the encoding DNA. 



3 68. (New) The method of claim 367, wherein said target region 
corresponds to bases 820-860 of E. coli 16S rRNA. 
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369. (New) The. method of claim 363, wherein said genus is 
Streptococcus and said target region corresponds to e/ther bases 825 
860 of E . coli 16 S rRNA or the encoding DNA 

/ 

370. (New) The method of claim 369, wherei^ said target region 
corresponds to bases 825-860 of E. coli 16S 



/ 



371. (New) The method of claim 330, v^herein said target region 
corresponds to either bases 980-1060 of Ef coli 16S rRNA or the 
encoding DNA. 



372. (New) The method jbft claim /7l, 
corresponds to bases 980-1090 of/ E, 



wherein said target region 
oil 16S rRNA. 



373. (New) The method of cla£m 37:/,. wherein said genus is 
Escherichia and said target region corresponds to either bases 995 
103 0 of E. coli 16S rRNA or the /encoding DNA. 



/ 



374. (New) The method of /claim 373, wherein said target region 
corresponds to bases 995-1030/ of E. coli 16S rRNA. 



/ 



375. (New) The method m claim 371, wherein said genus is 
Neisseria and said target region corresponds to either bases 980-1015 
of E. coli 16S rRNA or the/ encoding DNA. 



/ 



376. (New) The method of claim 375, wherein said target region 
corresponds to bases 980-1015 of E. coli 16S rRNA. 
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377. (New) The method of claim 330, wherein said/target region 
corresponds to either bases 1125-1155 of E. coli 16S/XRNA or the 
encoding DNA. 



378. (New) The method of claim 377, whererin said target region 
corresponds to bases 1125-1155 of E. coli 16& rRNA . 



379. (New) The method of claim 330, /wherein said target region 
corresponds to either bases 1250-1290 of E. coli 16S rRNA or the 
encoding DNA. 

f\ I / 

380. (New) The method \t alaip 379, wherein said target region 
corresponds to bases 1250-1290 pf IE. coli 16S rRNA. 



/ 



3 81. (New) The method of claim 3 79, wherein said genus is 
Mycoplasma and said target region corresponds to either bases 1255- 
12 90 of E. coli 16S rRNA or tl/e encoding DNA. 

/ 

382. (New) The method pf claim 381, wherein said target region 
corresponds to bases 1255-3^90 of E. coli 16S rRNA. 

383. (New) The meth6d of claim 330^ wherein said target region 
corresponds to either ba/ses 270-405 of £. coli 23S rRNA or the 
encoding DNA. 

/ 

384. (New) The method of claim 383, wherein said target region 
corresponds to bases 270-405 of E. coli 23S rRNA. 
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385. (New) The methpd of claim 383, wherein said genus is 
Chlamydia and said target region corresponds to either ybases 275-320 
of E. coli 23S rRNA or the encoding DNA. 

r 

386. (New) The method of claim 385, wherein s^id target region 
corresponds to bases 275-320 of E. coli 23S rRNA 

387. (New) The method of claim 383^wher^in said genus is 
Chlamydia and said target region corresponds/to either bases 330-3 65 
of E. coli 23 S rRNA or the encoding DNA. 



388. (New) The method of/cMaitrf 387, Artierein said target region 
corresponds to bases 330-365 <bf E. coli £3S rRNA. 



389. (New) The method of \;*ciim 383, wherein said genus is Proteus 
and said target region corresponds to/ either bases 270-305 of E, coli 
23S rRNA or the encoding DNA. 

/ 

390. (New) The method of clatfm 389, wherein said target region 
corresponds to bases 270-305 of Ef. coli 23S rRNA. 

391. (New) The method of olaim 383^ wherein said genus is 
Pseudomonas and said target region corresponds to either bases 3 65-4 05 
of E. coli 23 S rRNA or the en/oding DNA. 



/ 



3 92. (New) The method dSf claim 3 91, wherein said target region 
corresponds to bases 365-405 of E. coli 23S rRNA. 
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393. (New) The method of claim 383, wherein said gerfus is 
Enterobacter and said target region corresponds to either bases 305- 
34 0 of E. coli 23S rRNA or the encoding DNA. 

/ 

394. (New) The method of claim 393, wherein sa'id target region 
corresponds to bases 305-340 of E. coli 23S rRNA. 

/ 

395. (New) The method of claim 330, wherein said target region 
corresponds to either bases 535-575 of E. coli/ 23S rRNA or the 
encoding DNA. 

396. (New) The method of claim 395 /wherein said target region 
corresponds to bases 535-575 of E. coli 22jS rRNA. 

(\ jJ 

397. (New) The method of c/Laim /95/ wherein said genus is 
Mycobacterium and said target r^giorf corresponds to either bases 540 
575 of E. coli 23S rRNA or the e^icodind DNA. 

/ 

398. (New) The method of claim ^97, wherein said target region 
corresponds to bases 540-575 of E, cjoli 23S rRNA. 

/ 

399. (New) The method of claim 330, wherein said target region 
corresponds to either bases 1150-^200 of E. coli 23S rRNA or the 
encoding DNA. 

' / 

400. (New) The method of rflaim 399, wherein said target region 
corresponds to bases 1150-1200 /of E. coli 23S rRNA. 
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401. (New) The method of claim 399, wherein said g^nus is 
Mycobacterium and said target region corresponds to ei/her bases 1155- 
1190 of E. coli 23S rRNA or the encoding DNA 

/ 

402. (New) The method of claim 401, wherein s4id target region 
corresponds to bases 1155-1190 of E. coli 23S 

/ 

403. (New) The method of claim 399, whereVn said genus is 
Chlamydia and said target region corresponds tf> either bases 1160-119 
of E. coli 23S rRNA or the encoding pN. 

'/ 

404. (New) The method of clAim 4^3, wj/erein said target region 
corresponds to bases 1160-1190 of \: coli his rRNA. 

405. (New) The method of claim 33o/ wherein said target region 
corresponds to either bases 1440-1620 cfl E. coli 23S rRNA or the 

encoding DNA 

/ / 

406. (New) The method of claW 405, wherein said target region 
corresponds to bases 1440-1620 of f coli 23S rRNA. 

407. (New) The method of cliim 405, wherein said genus is 
Chlamydia and said target region/ corresponds to either bases 1450-1490 
of E. coli 23 S rRNA or the encoding DNA. 

/ 

408. (New) The method of/ claim 407, wherein said target region 
corresponds to bases l450-l49fo of E. coli 23S rRNA. 
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409. {New) The method of claim 405, wherein said gefnus is 
Chlamydia and said target region corresponds to either/>ases 1510-1545 
of E. coli 23S rRNA or the encoding DNA. 

/ 

410. (New) The method of claim 409, wherein s^id target region 
corresponds to bases 1510-1545 of E. coli 23S 

411. (New) The method of claim 330^wherey£n said target region , 
corresponds to either bases 1710-1750 of E. ccfli 23S rRNA or the 
encoding DNA 

412. (New) The method of Selaijl 411, ^herein said target region 
corresponds to bases 1710-1750 oW. coli 22S rRNA. 

413. (New) The method of claim 41$ wherein said genus is 
Chlamydia. 

V 

414. (New) The method of claim ^12, wherein said genus is 
Chlamydia 

' / 

415. (New) The method of claim 330, wherein said target region 
corresponds to either bases 2190^335 of E. coli 23S rRNA or the 
encoding DNA, 

f 

416. (New) The method of /claim 415, wherein said target region 
corresponds to bases 2190-233^ of E. coli 23S rRNA. 

/ 

417. (New) The method dfe claim 415, wherein said genus is 
Mycobacterium and said target region corresponds to either bases 2195- 
2235 of E. coli 23S rRNA or/ the encoding DNA. 
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418. (New) The method of claim 417, wherein said^arget region 
corresponds to bases 2195-2235 of E. coli 23S rRNA. 

/ 

419. (New) The method of any of claims 331-4^8, further 

comprising the steps of: 

producing said oligonucleotide probe comprising said 

oligonucleotide probe sequence, 

determining whether said oligonucleotide/probe hybridizes to 
nucleic acid from said one or more target species under high 
stringency hybridization assay conditions tj form a detectable 
probe: target duplex; and 

determining whether sai Au9°r> uc W ide probe hybridizes to 
nucleic acid from said at leist V on/ nonta/rget species under said 
conditions to form a detectabV^obe :noJntarget duplex. 



/ 420. /( 



'(New) A method of selecting an oligonucleotide probe 
sequUcl^ble to distinguish two or r/ore target species belonging to a 
first genus from at least one nonta/get species belonging to a second 
genus comprising the steps of: 

a) aligning a variable regio^ present in nucleic acid of said two 
or more target species and nuclei! acid of said at least one nontarget 
species to identify a variable sLuence , wherein said variable region 
is present in a target region corresponding to either 
bases 65-103 of E. coli 5S rRNlt or the encoding DNA; 
bases 60-105 of E. coli 16S rrfNA or the encoding DNA; 
bases 120-150 of E. coli i6s/rRNA or the encoding DNA 
bases 170-230 of E. coli ieJ rRNA or the encoding DNA 
bases 405-490 of E. coli 16/B rRNA or the encoding DNA 
bases 600-675 of E. coli l/s rRNA or the encoding DNA, 

i - 19 - 
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bases 705-735 of E. coli 16S rRNA or the encoding yDNA; 

bases 820-870 of E. coli 16S rRNA or the encoding DNA; 

bases 980-1060 of E. coli 168 rRNA or the encod/ng DNA; 

bases 1125-1155 of E. coli 16S rRNA or the encoding DNA; 

bases 1250-1290 of E. coli 168 rRNA or the encoding DNA; 

bases 270-405 of E. coli 23S rRNA or the encoding DNA; 

bases 535-575 of E. coli 23S rRNA or the e/coding DNA; 

bases 1150-1200 of E. coli 23S rRNA or thl encoding DNA; 

bases 1440-1620 of E. coli 23S rRNA or tL encoding DNA; 
bases 1710-1750 of E. coli 23S rRNA or /he encoding DNA; or 
bases 2190-2335 of E. coli 2^ rRNA- or/the encoding DNA; and 

b) designing said oliJonucle4id4 probe sequence so that a duplex 
formed between an oligonucllotj/e pribe comprising said 
oligonucleotide probe sequence forms/ a probe: target duplex with 
nucleic acid from each of said two /or more target species having a 
higher T. than a probe : nontarget diplex formed between said 
oligonucleotide probe and nucleic/acid from said one or more nontarget 
species. 

421. (New) The method of kaim 420, wherein said target region 
corresponding to either bases /s-108 of E. coli 53 rRNA or the 

encoding DNA. f 

422. (New) The method If claim 421, wherein said target region 
corresponding to bases 65-10 / 8 of E. coli 5S rRNA. 

423. (New) The metho^ of claim id. wherein said target region 
corresponds to either base's 60-105 of E. coli 168 rRNA or the encoding 
DNA. 
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424. (New) The method of claim 423, wherein sa^d target region 
corresponds to bases 60-105 of E. coli 16S rRNA. 

425. (New) The method of claim 420, whereifa said target region 
corresponds to either bases 120-150 of E. colfa* rRNA or the 

encoding DNA. 

426. (New) The method of dfyim 425^/herein said target region 



corresponds to bases 120-150 of 



Eft ccjli V° S rRNA - 

427. (New) The method of ^m 42/o^wherein said target region 
corresponds to either bases 170-230 0/ E. coli 16S rRNA or the 

encoding DNA. 

428. (New) The method of cla:Lm 42?' wherein said target region 
corresponds to bases 170-230 of E.j coli 163 rRNA. 

/ 

429. (New) The method of cfaim 420, wherein said target region 
corresponds to either bases 405/490 of E. coli 16S rRNA or the 
encoding DNA. 

430. (New) The method o^ claim 429, wherein said target region 
corresponds to bases 405-490 jot B. coli 16S rRNA. 

431. (New) The method/of claim 429'^herein said first genus is 
Campylobacter and said targ/et region corresponds to either bases 405- 
428 of E. coli 16S rRNA or/ the encoding ^DNA. 

432. (New) The methok of claim 431, wherein said target region 
corresponds to bases 405-^28 of E. coli 16S rRNA. 

- 21 - 
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433. (New) The method of claim 429, wherein sa4d first genus is 
Campylobacter and said target region corresponds t/ either bases 440- 
470 of E. coli 16S rRNA or the encoding DNA 

/ 

434. (New) The method of claim 433, wherein said target region 
corresponds to bases 440-470 of E. coli 16S r^NA. 

435. (New) The method of claim 420, Wherein said target region 
corresponds to either bases 600-675 of E./coli 16S rRNA or the 
encoding DNA. /V 

' / / ^ 

claj/m 425, wherein said target region 
i 16S rRNA. 



436. (New) The method of 
corresponds to bases 600-675 o 



coi 



437. (New) The method of clai^ 435, wherein said first genus is 
Legionella and said target region corresponds to either bases 630-675 
of E. coli 16 S rRNA or the encoding DNA. 

438. (New) The method of cLaim 437, wherein said target region 
corresponds to bases 630-675 of E. coli 16S rRNA. 

/ 

439. (New) The method of /claim 420, wherein said target region 
corresponds to either bases 7/5-735 of E. coli 168 rRNA or the 

encoding DNA. 

/ 

440. (New) The method/of claim 439, wherein said target region 
corresponds to bases 705-7/5 of E. coli 16S rRNA. 
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441. (New) The method of claim 439, wherein saia 7 first genus is 
Campylobacter . 

442. (New) The method of claim 440, wherein yfeaid first genus xs 
Campylobacter. 

443. (New) The method of claim 420, wherein said target region 
corresponds to either bases 820-870 of E. coif 168 rRNA or the 
encoding DNA. 

444. (New) The method of 
corresponds to bases 820-870 o 



im/443, viierein said target region 
F E. /coli 16p rRNA. 



445. (New) The method of claim 420/ wherein said target region 
corresponds to either bases 980-1060 of/*, coli 16S rRNA or the 
encoding DNA. 

446. (New) The method of claim ki*. wherein said target regxon 
corresponds to bases 980-1060 of E. jcoli 168 rRNA. 

447. (New) The method of claiJ 445^wherein said first genus is 
Campylobacter and said target regi/on corresponds to either bases 980- 
1010 of E. coli 16S rRNA or the encoding DNA. 

r 

448. (New) The method of diaim 447, wherein said target region 
corresponds to bases 980-1010 it E. coli 168 rRNA. 

449. (New) The method of Zlaim 44 5 /lherein said first genus is 
Legionella and said target r/gion corresponds to either bases 975-1020 
of E. coli 16 S rRNA or the a'ncoding DNA. 

23 - 
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450. (New) The method of claim 449, wherein s/id target region 
corresponds to bases 975-1020 of E. con 16S rRNT 



451. (New) The method of claim 445. wherein said first genus is 
Mycobacterium and said target region corresp/nds to either bases 1025 
1060 of E. coli 16S rRNA or the encoding 

/ 

452. (New) The method of claim 451,/wherein said target region 
corresponds to bases 1025-1060 of S. coji 16S rRNA. 

d of yiaim wherein said target region 

'5-1153 of E. coli 16S rRNA or the 



i 



453 . (New) The meth 
corresponds to either base 
encoding DNA. 



454. (New) The method of cla/m 453^ wherein said target region 
corresponds to bases 1125-1155 of/s. coli 16S rRNA. 

455. (New) The method of c/Laims 45 l 3^ 
Salmonella. 

s 

456. (New) The method oi claims 454. wherein said first genus is 

Salmonella 

457. (New) The method Li claim 420, wherein said target region 
corresponds to either bases/l250-1290 of B. coli 16S rRNA or the 

encoding DNA ( 

458. (New) The methid of claim 457, wherein said target region 
corresponds to bases 125(/-1290 of E. coli 16S rRNA. 



wherein said first genus is 
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459. (New) The method of claim 420, wherein said target region 
corresponds to either bases 270-405 of E. coli 23Jt rRNA or the 
encoding DNA. 

/ 

460. (New) The method of claim 459, whe/ein said target region 
corresponds to bases 270-405 of E. coli 23SyfcRNA. 

461. (New) The method of claim 459^ therein said first genus is 
Legionella and said target region corresponds to either bases 350-395 
of E. coli 23S rRNA or the encoding DNA^ 

/ 

462. (New) The method of claim iil. wherein said target region 
corresponds to bases of B. cJli 23S rRNA. 

463. (New) The methoW clair/ is/ wherein said first genus is 
Salmonella and said target region Corresponds to either bases 335-375 
of E. coli 23S rRNA or the encoding DNA. 

/ / 

464. (New) The method of claim 463, wherein said target region 
corresponds to bases 335-375 of/ E. coli 23S rRNA. 

r 

465. (New) The method ok claim 420, wherein said target region 
corresponds to either bases / 3 5-575 of E. coli 23S rRNA or the 

encoding DNA. f 

466. (New) The method of claim 465, wherein said target region 
corresponds to bases 535-575 of E. coli 23S rRNA. 
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467. (New) The method of claim 420, wherein sajtd target region 
corresponds to either bases 1150-1200 of E. coli 2jk rRNA or the 
encoding DNA. y~ / 

468. (New) The method of claim 467, wher/in said target region 
corresponds to bases 1150-1200 of E. coli 23s/rRNA. 

469. (New) The method of claim 420, Wherein said target region 
corresponds to either bases 1440-1620 of L coli 23S rRNA or the 
encoding DNA. / 

470. (New) The methociJkf claim 4^9, wherein said target region 
corresponds to bases 144o/lJ[20 of E. loli 23S rRNA. 

471. (New) The methods/claim wherein said first genus is 
Legionella and said target region corresponds to either bases 1585- 
1620 of E. coli 23S rRNA or the encoding DNA. 

472. (New) The method of cl/im 47^, wherein said target region 
corresponds to bases 1585-1620 ofe E. coli 23S rRNA. 

473. (New) The method of ciaim 469, wherein said first genus is 
Mycobacterium and said target /region corresponds to either bases 1440- 
1475 of E. coli 23S rRNA or the encoding DNA. 

474. (New) The method if claim 473, wherein said target region 
corresponds to bases 1440-1475 of E. coli 23S rRNA. 
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475. (New) The method of claim 469, wherein sfaid first genus is 
Mycobacterium and said target region correspond^/ to either bases 1515- 
1555 of E. coli 23 S rRNA or the encoding^DNA . 

476. (New) The method of claim 475, wha/rein said target region 
corresponds to bases 1515-1555 of E. coli 2&S rRNA. 

^7 

477. (New) The method of claim 469, wherein said first genus is 
Mycobacterium and said target region corresponds to either bases 1570 
1610 of E. coli 23S rRNA or the encoding/ DNA. 

478. (New) The method odVrlaim 4lh ^wherein said target region 
corresponds to bases 1570-ljMyf E. joli 23S rRNA. 

479. (New) The methodNs/claim^o", wherein said target region 
corresponds to either bases 1710-17^0 of E. coli 23S rRNA or the 
encoding DNA. 

480. (New) The method of claim 47/Twherein said target region 
corresponds to bases 1710-1750 of/fi. coli 23S rRNA. 

481. (New) The method of cjfaim 420'fwherein said target region 
corresponds to either bases 2i9o/-2335 of E. coli 23S rRNA or the 
encoding DNA. 

/ 

482. (New) The method of /claim 481, wherein said target region 
corresponds to bases 2190-2335/ of E. coli 23S rRNA. 
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483 (New) The method of claim 481, wherein /aid first genus is 
Legionella and said target region corresponds to/either bases 2280- 
2330 of E. coll 23S rRNA or the encoding DNA. 

484. (New) The method of claim 483'fwhe/ein said target region 
corresponds to bases 2280-2330 of E. coli 2^S rRNA. 

485. (New) The method of any/oJ Icla^ms 42^-484, further 

comprising the steps of: 

producing said oligonucleotide Jofe comprising said 

oligonucleotide probe sequence, 

determining whether said oligonu/leotide probe hybridizes to 
nucleic acid from each of said two or/more target species under h.gh 
stringency hybridization assay conditions to form a detectable 

probe: target duplex; and 

determining whether said oligonucleotide probe hybridizes to 
nucleic acid from said one or more/ nontarget species under said 
conditions to form a detectable p/obe : nontarget duplex. 
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